Proteomic data were analyzed at two levels. First, data on presence/absence of proteins in samples were used to assess proteomic differences related to geographic location, sex and body part. Second, "consensus" species proteomes were constructed to assess the overall similarity of species proteomes. A protein present in at least one sample of a given species was considered as present in that species. These two datasets were analyzed in the same way: Jaccard dissimilarity index was computed, dendrograms were derived using neighbour joining (NJ) and unweighted pair group method with arithmetic mean (UPGMA) and plotted with dendextend package. Suitability of NJ vs UPGMA clustering methods was checked using plots of pairwise distances on a tree vs. original pairwise distances ( Fig. 1 and  2 ). The both methods yielded comparable results for sample clustering; NJ performed slightly better for clustering of consensus species proteomes (Fig. 1 in the main text) ; both algorithms produced topologically similar trees; results of UPGMA clustering of consensus proteomes are on the Fig. 3 . UPGMA clustering of the initial (not "consensus") proteomes are on the Fig. 2 in the main text; the corresponding NJ clustering is on the Fig. 4 .
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